Supplementary
. The number of tissue-specifically expressed and housekeeping genes in the M. notabilis genome. We calculated the RPKM (reads per kilobase per million mapped reads) values to measure the gene expression levels of five tissues and calculated the tissue specificity index tau to identify the genes specifically expressed in each tissue. MeV (v4.8.1) (http://www.tm4.org/mev/) was used to perform the cluster result of these genes based on RPKM values. Five tissues: lateral root bark, one-year old branch bark, male flower from winter bud, male flower, and semi-mature leaf were used.
Supplementary Figure S6. Scatter Plot of Ks vs. Ka of orthologs between M.
notabilis and C. sativa. The dashed line represents the 95% prediction interval about the linear regression. Red and blue dots represent high and low ω (Ka/Ks) gene pairs, respectively. High ω gene pairs, i.e. above the prediction interval range, mean ortholog pairs which were more likely to be under positive selection than other pairs. Likewise, low ω gene pairs, i.e. under the prediction interval, mean ortholog pairs which have extremely low non-synonymous substitution rates. 32.90 med represents median length and avg represents average length. Gene size refers to the total length of all coding sequences. N50 refers to the gene length above which half of the total length of the gene set can be found. N80 refers to the gene length above which 80% of the total length of the gene set can be found. 
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